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302811667|Selaginella_moellend ----------------------------------------------------KGG------------------------------------------------------------------------------------------------RRIKKKEESFKSYIYKVLKQVHPETGISSKAMRIMDNFIYDVFDKISAEVSALVKRTSRHTVGATDVQTAVKLLIPGELAKHAVSEGTKAVTKF----------------------------    97
307199379|Harpegnathos_saltato ----------------------MVSDGKTMTSGKSP----------------RKA--------------------------------LIK-------------MNLK----------------------------------KTKG------QKTKRKKESFNRYVHKVLKQIHPDLKISTKSMVIMENFMMDMFEQICCEASLLTQRVKKSTLTSREIQTAVRIILPGELAKHAMSEGTKAVAKFNA-SKLTD--------------------   129
300176340|Blastocystis_hominis ---------------------MFRRMA-------------------------KTP--------------------------------S-K---------SAKGAKSK----------------------------------GDFS------HRKRRRLETYSSYIYRVLKQVHPDVGISKRAMAIMNSFVNDIFERLSDEAINLARYNNKATLTGAEIQTAVRLLLPGELAKHAMSEGSKSISKYSTIGGVE---------------------   124
300120516|Blastocystis_hominis -------------------------MA-------------------------KTP--------------------------------S-K---------SAKGAKAK----------------------------------GDFS------HRKRRRLETYSSYIYRVLKQVHPDVGISKRAMAIMNSFVNDIFERLSDEAINLARYNNKATLTGAEIQTAVRLLLPGELAKHAMSEGSKSISKYSTIGGVE---------------------   120
149442961|Ornithorhynchus_anat ---------------------MSETVT----SMPVP----------------TEG--------------------------------SWK-------------AVT-----------------------------------KDQK------THKKRKHSCWENYVYKVLKQVHPLTSISTKAVGIVDSFI-DIFKRITSDASHLARYNKCSTITSREIQTAVQLMLPGELDRYAGSEGTKAITKYTT-AK-----------------------   121
    162606324|Guillardia_theta ---------------------------------------------------------------------------------------------------------------------------------------------MTDK------ITKKKRNETYSIYIYKVLRQVHPKIGVSSKAMNIMNSFVNDLFERLVSESYNLSNSSRSKTLTAREIQTSVRLVIPGELAKHSVSEGTKAVAKYRS-SI-----------------------   102
123400565|Trichomonas_vaginali ------------------MSSKKPAS--------------------------KTP--------------------------------TEK---------KPAVEGVDAANAAK----------------------------QDKK------LRHKKRAETFSSYIFKVLKQVHPDIGISNKAMMVMNSFVTDIFERIAQEGARLVDMNERNTLGSREVQTAVRLVLPGDLAKHAVSEGGKAVAKFNA-E------------------------   129
300120656|Blastocystis_hominis ---------------------MSDNEN-------------------------TKP--------------------------------TTE-------------VQGD----------------------------------DKKK------ARKMTKVDSYATYIYKVLKQVHPKRGISKKGMAVMNSFVSDIFERIVTEAGHLARVNHKSTVGTREIQTAVRLILPGELAKHAISEGTKAVTKFRGESA-----------------------   119
300123867|Blastocystis_hominis ---------------------MSDNEN-------------------------TKP--------------------------------TTE-------------VQGD----------------------------------DKKK------ARKTTKVDSYATYIYKVLKQVHPKRGISKKGMAVMNSFVSDIFERIVTEAGHLARVNHKSTVGTREIQTAVRLILPGELAKHAISEGTKAVTKFRGESA-----------------------   119
122032|Tetrahymena_thermophila ---------------------MAPKK-----APAAT---------------------------------------------------T-E---------K---KVK----KAP----------------------------TTEK------KNKKKRSETFAIYIFKVLKQVHPDVGISKKAMNIMNSFINDSFERIALESSKLVRFNKRRTLSSREVQTAVKLLLPGELARHAISEGTKAVTKFSSSSN-----------------------   122
118353617|Tetrahymena_thermoph ---------------------MAPKK-----APAAA---------------------------------------------------A-E---------K---KVK----KAP----------------------------TTEK------KNKKKRSETFAIYIFKVLKQVHPDVGISKKAMNIMNSFINDSFERIALESSKLVRFNKRRTLSSREVQTAVKLLLPGELARHAISEGTKAVTKFSSSTN-----------------------   122
89291841|Tetrahymena_thermophi ---------------------MAPKK-----APAAA---------------------------------------------------A-E---------K---KVK----KAP----------------------------TTEK------KNKKKRSETFAIYIFKVLKQVHPDVGISKKAMNIMNSFINDSFERIALESSKLVRFNKRRTLSSREVQTAVKLLLPGELARHAISEGTKAVTKFSSSTN-----------------------   122
108885312|Tetrahymena_pyriform ---------------------MAPKK-----AP-AA---------------------------------------------------A-E---------K---KVK----KAP----------------------------TTEK------KNKKKRSETFAIYIFKVLKQVHPDVGISKKAMNIMNSFINDSFERIALESSKLVRFNKRRTLSSREVQTAVKLLLPGELARHAISEGTKAVTKFSSSTN-----------------------   121
 223398|Tetrahymena_pyriformis -----------------------PKK-----AP-AA---------------------------------------------------A-E---------K---KVK----KAP----------------------------TTEK------KNKKKRSETFAIYIFKVLKQVHPDVGISKKAMNIMNSFINDSFERIALESSKLVRFNKRRTLSSREVQTAVKLLLPGELARHAISEGTKAVTKFSSSTN-----------------------   119
145507965|Paramecium_tetraurel ---------------------MGPTK-----SPKAE---------------------------------------------------A-K---------K---TVKTVKTKKP----------------------------TDEK------KKARRRQETFALYIYKVLRQVHPEIGVSRKAMNIMNSFINDIFDRIALEASKLVRFNKRRTLSSREIQTAVKLLLPGELARHAISEGTKAVTKYTSG-------------------------   124
124407138|Paramecium_tetraurel ---------------------MGPTK-----SPKAE---------------------------------------------------A-K---------K---TVKTVKTKKP----------------------------TDEK------KKARRRQETFALYIYKVLRQVHPEIGVSRKAMNIMNSFINDIFDRIALEASKLVRFNKRRTLSSREIQTAVKLLLPGELARHAISEGTKAVTKYTSG-------------------------   124
145548563|Paramecium_tetraurel ---------------------MGPTK-----SPKAE---------------------------------------------------A-K---------K---TVKTVKTKKS----------------------------TDDK------KKARRRQETFALYIYKVLRQVHPEIGVSRKAMNIMNSFINDIFDRIALEASKLVRFNKRRTLSSREIQTAVKLLLPGELARHAISEGTKAVTKYTSG-------------------------   124
124427789|Paramecium_tetraurel ---------------------MGPTK-----SPKAE---------------------------------------------------A-K---------K---TVKTVKTKKS----------------------------TDDK------KKARRRQETFALYIYKVLRQVHPEIGVSRKAMNIMNSFINDIFDRIALEASKLVRFNKRRTLSSREIQTAVKLLLPGELARHAISEGTKAVTKYTSG-------------------------   124
145476607|Paramecium_tetraurel ---------------------MAPSK-----SPKAD---------------------------------------------------AAK---------K---TVKTVKTKKG----------------------------SDDK------KKARRRQETFALYIYKVLRQVHPEIGVSRKAMNIMNSFINDIFDRIALEASKLVRFNKRRTLSSREIQTAVKLLLPGELARHAISEGTKAVTKYTSG-------------------------   125
124391390|Paramecium_tetraurel ---------------------MAPSK-----SPKAD---------------------------------------------------AAK---------K---TVKTVKTKKG----------------------------SDDK------KKARRRQETFALYIYKVLRQVHPEIGVSRKAMNIMNSFINDIFDRIALEASKLVRFNKRRTLSSREIQTAVKLLLPGELARHAISEGTKAVTKYTSG-------------------------   125
145521208|Paramecium_tetraurel ---------------------MAPSK-----SPKAE---------------------------------------------------AAK---------K---TVKTVKTKKG----------------------------SDDK------KKARRRQETFALYIYKVLRQVHPEIGVSRKAMNIMNSFINDIFDRIALEASKLVRFNKRRTLSSREIQTAVKLLLPGELARHAISEGTKAVTKYTSG-------------------------   125
124413937|Paramecium_tetraurel ---------------------MAPSK-----SPKAE---------------------------------------------------AAK---------K---TVKTVKTKKG----------------------------SDDK------KKARRRQETFALYIYKVLRQVHPEIGVSRKAMNIMNSFINDIFDRIALEASKLVRFNKRRTLSSREIQTAVKLLLPGELARHAISEGTKAVTKYTSG-------------------------   125
  57158237|Paramecium_caudatum ---------------------MAPSK-----SPKAE---------------------------------------------------A-K---------K---TVKTVKTKKS----------------------------GDDK------KKARRRQETFALYIYKVLRQVHPEIGISRKAMNIMNSFINDIFDRIALEASKLVRFNKRRTLSSREIQTAVKLLLPGELARHAISEGTKAVTKYTSG-------------------------   124
  57158235|Paramecium_caudatum ---------------------MAPSK-----SPAAE---------------------------------------------------A-K---------K---TVKTVKAKKT----------------------------TDDK------KKARRRQETFALYIYKVLRQVHPEIGVSRKAMNIMNSFINDIFDRIALEASKLVRFNKRRTLSSREIQTAVKLLLPGELARHAISEGTKAVTKYTSG-------------------------   124
145484129|Paramecium_tetraurel ---------------------MAPSK-----SPKAE---------------------------------------------------A-K---------K---TVKTVKAKKS----------------------------TDDK------KKARRRQETFALYIYKVLRQVHPEIGVSRKAMNIMNSFINDIFDRIALEASKLVRFNKRRTLSSREIQTAVKLLLPGELARHAISEGTKAVTKYTSG-------------------------   124
124395170|Paramecium_tetraurel ---------------------MAPSK-----SPKAE---------------------------------------------------A-K---------K---TVKTVKAKKS----------------------------TDDK------KKARRRQETFALYIYKVLRQVHPEIGVSRKAMNIMNSFINDIFDRIALEASKLVRFNKRRTLSSREIQTAVKLLLPGELARHAISEGTKAVTKYTSG-------------------------   124
145520241|Paramecium_tetraurel ---------------------MAPSK-----SPKAE---------------------------------------------------A-K---------K---TVKTVKTKKS----------------------------TDDK------KKARRRQETFALYIYKVLRQVHPEIGVSRKAMNIMNSFINDIFDRIALEASKLVRFNKRRTLSSREIQTAVKLLLPGELARHAISEGTKAVTKYTSG-------------------------   124
124413453|Paramecium_tetraurel ---------------------MAPSK-----SPKAE---------------------------------------------------A-K---------K---TVKTVKTKKS----------------------------TDDK------KKARRRQETFALYIYKVLRQVHPEIGVSRKAMNIMNSFINDIFDRIALEASKLVRFNKRRTLSSREIQTAVKLLLPGELARHAISEGTKAVTKYTSG-------------------------   124
67597992|Cryptosporidium_homin ---------------------MAPKMS------------------------------------------------------------S-K---------NN-----------K-----------------------G----AAPK------KIHKKKKESYSTYIYKVLKQVHPETGISKKSMMIMNSYISDTFEKIAQQAAQLCQTTKKDTIASREIQTAVRLVLPGELAKHAVSEGTKAVTKFTG-GQK----------------------   115
54657133|Cryptosporidium_homin ---------------------MAPKMS------------------------------------------------------------S-K---------NN-----------K-----------------------G----AAPK------KIHKKKKESYSTYIYKVLKQVHPETGISKKSMMIMNSYISDTFEKIAQQAAQLCQTTKKDTIASREIQTAVRLVLPGELAKHAVSEGTKAVTKFTG-GQK----------------------   115
209877517|Cryptosporidium_muri ---------------------MAPKLA------------------------------------------------------------S-K---------HS-----------K-----------------------G----SNQK------RSHRKKKESYSTYIYKVLKQVHPETGISKKSMMIMNSYIQDTFEKIAQQAAQLCQTTKKDTIASREIQTAVRLVLPGELAKHAVSEGTKAVTKFTG-GQK----------------------   115
   294952629|Perkinsus_marinus ---------------------MSSPTK--------------------------------------------------A---------A-S---------GV-----------S----------------------------KDIK------KKRRSRSETFNSYIFKVLKQVHPKTGISKKSMMIMNSLVNDTFDRIMTEASKLCKYSNKGTLSSREIQTAIRLVLPGELAKHAVSEGTKAVTKFTS-A------------------------   113
   294873644|Perkinsus_marinus ---------------------MAPKTT--------------------------------------------------T---------A-T---------KP-----------A----------------------------TD-R------KRRAGRKETFNSYIFKVLKQVHPKTGISKKSMMIMNSLVSDTFDRIVSEAGRLCKYSNKGTLSSREIQTAIRLVLPGELAKHAVSEGTKAVTKFTS-A------------------------   112
   294877191|Perkinsus_marinus ---------------------MAPKTA--------------------------------------------------A---------A-S---------KP-----------A----------------------------AD-K------KRRSSRKETFNSYIFKVLKQVHPKTGISKKSMMIMNSLVSDTFDRIVSEAGRLCKYSNKGTLSSREIQTAIRLVLPGELAKHAVSEGTKL--------------------------------   105
   294938086|Perkinsus_marinus ---------------------MAPKTA--------------------------------------------------A---------A-S---------KH-----------A----------------------------AD-K------KRRSSRKETFNSYIFKVLKQVHPKTGISKKSMMIMNSLVSDTFDRIVSEAGRLCKYSNKGTLSSREIQTAIRLVLPGELAKHAVSEGTKAVTKFTS-A------------------------   112
   294873339|Perkinsus_marinus ---------------------MAPKTA--------------------------------------------------A---------A-S---------KP-----------A----------------------------AD-K------KRRSSRKETFNSYIFKVLKQVHPKTGISKKSMMIMNSLVSDTFDRIVSEAGRLCKYSNKGTLSSREIQTAIRLVLPGELAKHAVSEGTKAVTKFTS-A------------------------   112
 221055826|Plasmodium_knowlesi ---------------------------------MVS----------------KKP--------------------------------A-K---------AK---------------KAA--------------TGP-----DGKK------KRKKSKYDSYGLYIFKVLKQVHPDTGISRKSMNIMNSFLVDTFEKIATEASRLCKYTKRDTLSSREIQTAIRLVLPGELAKHAVSEGTKAVTKFTS-K------------------------   117
  556610|Plasmodium_falciparum ---------------------------------MVS----------------KKP--------------------------------A-K---------AK---------------KTG--------------TGP-----DGKK------KRKKSRYDSYGLYIFKVLKQVHPDTGISRKSMNIMNSFLVDTFEKIATEASRLCKYTRRDTLSSREIQTAIRLVLPGELAKHAVSEGTKAVAKFTS-K------------------------   117
124803500|Plasmodium_falciparu ---------------------------------MVS----------------KKP--------------------------------A-K---------AK---------------KTG--------------TGP-----DGKK------KRKKSRYDSYGLYIFKVLKQVHPDTGISRKSMNIMNSFLVDTFEKIATEASRLCKYTRRDTLSSREIQTAIRLVLPGELAKHAVSEGTKAVTKFTS-K------------------------   117
    156098296|Plasmodium_vivax ---------------------------------MVS----------------KKP--------------------------------A-K---------AK---------------KAT--------------TGAT----DGKK------KRKKSRYDSYGLYIFKVLKQVHPDTGISRKSMNIMNSFLVDTFEKIATEASRLCKYTRRDTLSSREIQTAIRLVLPGELAKHAVSEGTKAVTKFTS-K------------------------   118
      4138413|Plasmodium_vivax ---------------------------------MVS----------------KKP--------------------------------A-K---------AK---------------KAT--------------TGAT----DGKK------KRKKSRYDSYGLYIFKVLKQVHPDTGISRKSMNIMNSFLVDTFEKIATEASRLCKYTRRDTLSSREIQTAIRLVLPGELAKHAVSEGTKAVTKFTS-K------------------------   118
  70933955|Plasmodium_chabaudi ---------------------------------MVS----------------KKP--------------------------------A-K---------EK---------------KAT--------------NGAA----DGKK------KRKKSRYDSYGLYIFKVLKQVHPDTGISRKSMNIMNSFLVDTFEKIATEASRLCKYTKRDTLSSREIQTAIRLVLPGELAKHAVSEGTKAVTKFTS-KINFVKKDLHNHNM-----------   131
  70947473|Plasmodium_chabaudi ---------------------------------MVS----------------KKP--------------------------------A-K---------EK---------------KAT--------------NGAA----DGKK------KRKKSRYDSYGLYIFKVLKQVHPDTGISRKSMNIMNSFLVDTFEKIATEASRLCKYTKRDTLSSREIQTAIRLVLPGELAKHAVSEGTKAVTKFTS-K------------------------   118
   68063989|Plasmodium_berghei ---------------------------------MVS----------------KKP--------------------------------A-K---------EK---------------KAT--------------NGAT----DGKK------KRKKSRYDSYGLYIFKVLKQVHPDTGISRKSMNIMNSFLVDTFEKIATEASRLCKYTKRDTLSSREIQTAIRLVLPGELAKHAVSEGTKAVTKFTS-K------------------------   118
   56492233|Plasmodium_berghei ---------------------------------MVS----------------KKP--------------------------------A-K---------EK---------------KAT--------------NGAT----DGKK------KRKKSRYDSYGLYIFKVLKQVHPDTGISRKSMNIMNSFLVDTFEKIATEASRLCKYTKRDTLSSREIQTAIRLVLPGELAKHAVSEGTKAVTKFTS-K------------------------   118
   237836257|Toxoplasma_gondii ---------------------MVAKKS------------------------------------------------------------A-K---------VA-----------K--------------------SKDS----GKKG------KG-KKRAESYSSYIFKVLKQVHPETGISKKSMMIMTSFIADTFDKIATEAGKLCKYNKKDTLSSREIQTAVRLVLPGELAKHAVSEGTKAVTKYTG-K------------------------   115
   221485059|Toxoplasma_gondii ---------------------MVAKKS------------------------------------------------------------A-K---------VA-----------K--------------------SKDS----GKKG------KG-KKRAESYSSYIFKVLKQVHPETGISKKSMMIMTSFIADTFDKIATEAGKLCKYNKKDTLSSREIQTAVRLVLPGELAKHAVSEGTKAVTKYTG-K------------------------   115
   221505884|Toxoplasma_gondii ---------------------MVAKKS------------------------------------------------------------A-K---------VA-----------K--------------------SKDS----GKKG------KG-KKRAESYSSYIFKVLKQVHPETGISKKSMMIMTSFIADTFDKIATEAGKLCKYNKKDTLSSREIQTAVRLVLPGELAKHAVSEGTKAVTKYTG-K------------------------   115
   237842025|Toxoplasma_gondii ---------------------MVAKKS------------------------------------------------------------A-K---------SA-----------K--------------------PKAS----GKSG------KGKKKRAESYSSYIFKVLKQVHPETGISKKSMMIMTSFIADTFDKIASEAGKLCKYNKKDTLSSREIQTAVRLVLPGELAKHAVSEGTKAVTKYTG-K------------------------   116
    71084467|Toxoplasma_gondii ---------------------MVAKKS------------------------------------------------------------A-K---------SA-----------K--------------------PKAS----GKSG------KGKKKRAESYSSYIFKVLKQVHPETGISKKSMMIMTSFIADTFDKIASEAGKLCKYNKKDTLSSREIQTAVRLVLPGELAKHAVSEGTKAVTKYTG-K------------------------   116
   221482346|Toxoplasma_gondii ---------------------MVAKKS------------------------------------------------------------A-K---------SA-----------K--------------------PKAS----GKSG------KGKKKRAESYSSYIFKVLKQVHPETGISKKSMMIMTSFIADTFDKIASEAGKLCKYNKKDTLSSREIQTAVRLVLPGELAKHAVSEGTKAVTKYTG-K------------------------   116
   221502761|Toxoplasma_gondii ---------------------MVAKKS------------------------------------------------------------A-K---------SA-----------K--------------------PKAS----GKSG------KGKKKRAESYSSYIFKVLKQVHPETGISKKSMMIMTSFIADTFDKIASEAGKLCKYNKKDTLSSREIQTAVRLVLPGELAKHAVSEGTKAVTKYTG-K------------------------   116
      71028792|Theileria_parva ---------------------MVKKRV------------------------------------------------------------H-K---------G------------K--------------------K--------------------KARSETYSTYIFKVLKQVHPDTGVSKKSMLVLNSFVTDTFEKLATEAGKLCKYNKKETLSSREVQTAVRLVLPGELAKHAVSEGTKAVTKFTG-KHH----------------------   107
   84996697|Theileria_annulata ---------------------MVKKRV------------------------------------------------------------H-K---------G------------K--------------------K--------------------KARSETYSTYIFKVLKQVHPDTGVSKKSMLVLNSFVTDTFEKLATEAGKLCKYNKKETLSSREVQTAVRLVLPGELAKHAVSEGTKAVTKFTG-KHH----------------------   107
   65304066|Theileria_annulata ---------------------MVKKRV------------------------------------------------------------H-K---------G------------K--------------------K--------------------KARSETYSTYIFKVLKQVHPDTGVSKKSMLVLNSFVTDTFEKLATEAGKLCKYNKKETLSSREVQTAVRLVLPGELAKHAVSEGTKAVTKFTG-KHH----------------------   107
      68350993|Theileria_parva ---------------------MVKKRV------------------------------------------------------------H-K---------G------------K--------------------K--------------------KARSETYSTYIFKVLKQVHPDTGVSKKSMLVLNSFVTDTFEKLATEAGKLCKYNKKETLSSREVQTAVRLVLPGELAKHAVSEGTKAVTKFTG-KHH----------------------   107
       156084434|Babesia_bovis ---------------------MVAKKI------------------------------------------------------------E-K---------KV-----------K--------------------K--------------------KVRSETYGTYIFKVLKQVHPDTGISKKSMMIMNSFITDTFDKIASEASKLCKYNKKETLSSREVQTAVRLVLPGELSKHAVSEGTKAVTKFTG-K------------------------   106
       154796952|Babesia_bovis ---------------------MVAKKI------------------------------------------------------------E-K---------KV-----------K--------------------K--------------------KVRSETYGTYIFKVLKQVHPDTGISKKSMMIMNSFITDTFDKIASEASKLCKYNKKETLSSREVQTAVRLVLPGELSKHAVSEGTKAVTKFTG-K------------------------   106
307111509|Chlorella_variabilis ---------------------MATKKA-------GK----------------KVP----------------------A---------K-K---------AA-----------K---TAE--------------GGEE----KKRK------SRKRSKAESYKIYLFKVLKQVHPDTGISSKAMAILNSFMFDAFERIATQAAQLSRVNKKPTLTSREIQTAVRLVLPGELAKHAVSEGTKAVTKFTS-A------------------------   125
307106592|Chlorella_variabilis ---------------------MAPTSG---KKPAPA----------------KKA--------------------------------V-K---------AP----KE----------------------------------GKKG------KKTKKGTESYKLYIFKVLKQVHPDTGISSKSMAILNSFIADQFEKIATAAAQLSRVNKKPTLTSREIQTAVRLVLPGELAKHAVSEGTKAVTKFTS-A------------------------   122
307102754|Chlorella_variabilis ---------------------MAPTSG---KKPAPA----------------KKA--------------------------------A-K---------AP----KE----------------------------------GKKG------KKTKKGTESYKLYIFKVLKQVHPDTGISSKSMAILNSFIADQFEKIATAAAQLSRVNKKPTLTSREIQTAVRLVLPGELAKHAVSEGTKAVTKFTS-A------------------------   122
307103280|Chlorella_variabilis ---------------------MAPAA----KKPAPA----------------KKA--------------------------------A-K---------AP----KE----------------------------------GKKG------KKTKKGTESYKLYIFKVLKQVHPDTGISSKSMAILNSFIADQFEKIATAAAQLSRVNKKPTLTSREIQTAVRLVLPGELAKHAVSEGTKAVTKFTS-A------------------------   121
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  308809886|Ostreococcus_tauri -------------MTRREPARELTGNDEVARACTPI----------------RHN----------------------L---------T-R---------KP----AQ-----K---------------------KPS----GAKK------GGRKSKTETYKIYIYKVLKQVHPDTGISSKAMSIMNSFINDIFEKIATEAAKLARYNKKPTVTSREIQTAVRLILPGELAKHAVSEGTKAVTKFTS-A------------------------   138
  308806896|Ostreococcus_tauri --------------------------MDHDSIVTTT----------------FKM----------------------A---------G-K---------KP----AQ-----K---------------------KPS----GAKK------GGRKSKTETYKIYIYKVLKQVHPDTGISSKAMSIMNSFINDIFEKIATEAAKLARYNKKPTVTSREIQTAVRLILPGELAKHAVSEGTKAVTKFTS-A------------------------   125
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  303272301|Micromonas_pusilla -----------------------------------M----------------AKP----------------------T---------S-K---------KP----AK-----K---------------------SLK----GGKK------GGKKSKTETYKIYIYKVLKQVHPDTGISSKAMSIMNSFINDIFEKIATEASKLARYNKKPTVTSREIQTAVRLILPGELAKHAVSEGTKAVTKFTS-A------------------------   116
      255076213|Micromonas_sp. -----------------------------------M----------------AKP----------------------T---------S-K---------KP----AK-----K---------------------TVA----KGGS------KAKKSKTETYKIYIYKVLKQVHPDTGISSKAMSIMNSFINDIFEKIATEASKLARYNKKPTVTSREIQTAVRLILPGELAKHAVSEGTKAVTKFTS-N------------------------   116
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219116831|Phaeodactylum_tricor ----------------------------------MA----------------KTP----------------------S---------K-Q---------S-----A------K---APK--------------KAAT----GTK---------SKKRTETYSSYIYKVLKQVHPDTGISKKGMSIMNSFINDIFERIATEAGKLATYNKKATLSSREIQTAVRLMLPGELAKHAVSEGTKAVTKFSS-S------------------------   116
   309299379|Puccinia_graminis ----------------------MPPKS-----TTAE----------------KKP----------------------ASTA------S-K---------AP----AS-----K---ATSSAAPADKKTAKKSTKPVD----GEKK------KRKKKRNETYGIYIYKVLKQVHPDTGISNKAMLIMNSFVNDIFERIATEASKLALYNKKSTISSREIQTAVRLILPGELSKHAISEGTKGVTKYTS-SK-----------------------   146
   309306128|Puccinia_graminis ----------------------MPPKS-----TTAE----------------KKP----------------------ASTA------S-K---------AP----AS-----K---VAS------EPKAEKSTKPAD----GEKK------KKRTKRKETYGIYIYKVLKQVHPDTGISNKAMLIMNSFVNDIFERIATEASKLAMYNKKSTISSREIQTAVRLILPGELSKHAISEGTKGVTKYTS-SK-----------------------   140
  50554033|Yarrowia_lipolytica ----------------------MAPKV-------AE----------------KKP----------------------SLAGKAPA--G-K---------AP----AE-----K---KEA---------GKKT-TTAT----GEKK------KRTKARKETYSSYIYKVLKQTHPDTGISTRAMSIMNSFVNDIFERVATEASKLATYTKKSTITSREIQTAVRLILPGELAKHATGDGTRAVAKYST-FDN----------------------   139
  74633321|Yarrowia_lipolytica ----------------------MAPKV-------AE----------------KKP----------------------SLAGKAPA--G-K---------AP----AE-----K---KEA---------GKKT-TTAT----GEKK------KRTKARKETYSSYIYKVLKQTHPDTGISTRAMSIMNSFVNDIFERVATEASKLATYTKKSTITSREIQTAVRLILPGELAKHATGDGTRAVAKYST-FDN----------------------   139
 169851378|Coprinopsis_cinerea ---------------------MAPKPA-----STAG----------------KAP----------------------VS--TA----S-K---------AP----AKPAE--G---AKA------AKKTSKPASGAD----GDKK------KRKKVRKETYSSYIYKVLKQVHPDTGISNKAMAILNSFVNDIFERIATEASKLASYSKKSTISSREIQTAVRLILPGELAKHAISEGTKSVTKFSSAGAK----------------------   146
 169851640|Coprinopsis_cinerea ---------------------MAPKPA-----STAG----------------KAP----------------------AS--TA----S-K---------AP----AKSAE--A---SKA------AKKTSK-PAPAD----GEKK------KRKKVRKETYSSYIYKVLKQVHPDTGISNKAMAILNSFVNDIFERIATEASKLASYSKKSTISSREIQTAVRLILPGELAKHAISEGTKSVTKFSSAGAK----------------------   145
    170100098|Laccaria_bicolor ---------------------MAPKPA-----STAG----------------KAP----------------------VS--TA----S-K---------AP----AKSTE--G---AKA------AKKTAKAAAPAD----GEKK------KRKKVRKETYSSYIYKVLKQVHPDTGISNKAMAILNSFVNDIFERIATEASKLAAYSKKSTISSREIQTSVRLILPGELAKHAISEGTKSVTKFSSAGAK----------------------   146
    170100240|Laccaria_bicolor ---------------------MAPKPA-----STAG----------------KAP----------------------ASTATA----S-K---------TP----AKSTE--G---AKA------AKKTSKAAAPAD----GEKK------KRKKVRKETYSSYIYKVLKQVHPDTGISNKAMAILNSFVNDIFERIATEASKLAAYSKKSTISSREIQTSVRLILPGELAKHAISEGTKSVTKFSSAGAK----------------------   148
     2495140|Agaricus_bisporus ---------------------MAPKPA-----STAG----------------KAP----------------------AS--TA----S-K---------AP----VKS----D---AAK------TASKSKVSSGAD----GEKK------KRKKTRKETYSSYIYKVLKQVHPDTGISNKAMAILNSFVNDIFERIATEASKLASYSKKSTISSREIQTSVRLILPGELAKHAISEGTKSVTKFSS-GGK----------------------   143
302695493|Schizophyllum_commun ---------------------MAPKPA-----STAG----------------KAP----------------------AS--TA----S-K---------AP----AKAEK--A---AKK------TASKSAPSGGAD----GEKK------KRKKTRKETYSSYIYKVLKQVHPDTGISNKAMAILNSFVNDIFERIATEASKLAAYSKKSTISSREIQTSVRLILPGELAKHAISEGTKSVTKFSSQGAK----------------------   146
302692938|Schizophyllum_commun ---------------------MAPKPA-----STAG----------------KAP----------------------AS--TA----S-K---------AP----AKPESSKA---AKK------TASKSKAAAPAD----GEKK------KRKKTRKETYSSYIYKVLKQVHPDTGISNKAMAILNSFVNDIFERIATEASKLAAYSKKSTISSREIQTSVRLILPGELAKHAISEGTKSVTKFSA-GAK----------------------   147
302692958|Schizophyllum_commun ---------------------MAPKPA-----STAG----------------KAP----------------------AS--TA----S-K---------AP----AKAEST-A---AKK------TASKSKASAPAD----GEKK------KRKKTRKETYSSYIYKVLKQVHPDTGISNKAMAILNSFVNDIFERIATEASKLAAYSKKSTISSREIQTSVRLILPGELAKHAISEGTKSVTKFSA-GAK----------------------   146
  164662817|Malassezia_globosa ---------------------MPPKPAEKKPPSTAG----------------KAP----------------------AS---A----G-K---------AP----TEG-----------------AKKTSKAPTKSS----EKKK------SSSKVRKETYSTYIYRVLKQVHPDTGISNKAMAILNSFVQDIFERIASEASKLASYNKKSTISSREIQTAVRLILPGELSKHAIAEATRSVTKFSS--T-----------------------   141
      71005972|Ustilago_maydis ---------------------MPPKPAEKKPSSTAG----------------KAP----------------------AS--SA----G-K---------AP----AEA-----------------AKKTSKAPAKSG----EKKK------A-TKVRKETYSTYIYRVLKQVHPDTGISNKAMAILNSFVQDIFERIATEASKLASYNKKSTISSREIQTAVRLILPGELSKHAISEGTKSVTKFSS--SK----------------------   142
             312101449|Loa_loa -----------------------MAKT-------SS----------------KKQ----------------------GK--------K-E---------QV----VE-----K---KPR---------AEEK---------KEKK------HRRSHRKESYSVYIYRVLKQVHPDTGISSKSMSIMNSFVNDVFERVATEASRLAHYSKRSTISAREIQTAVRLILPGELAKHAVSEGTKAVTKYMS-SS-----------------------   127
58263312|Cryptococcus_neoforma ---------------------MAPKSV-------AS----------------KAP----------------------ASQA------S-K---------AP----AA-----A---SKA------PAKAAKTSAAPK----DGAK------KRSKKRVESYSSYIYKVLKQVHPDTGISNKAMAILNSFVSDIFERIATEASKLASYNHRSTISSREIQTSVRLILPGELSKHAISEGTKAVTKYSS-SK-----------------------   139
134108666|Cryptococcus_neoform ---------------------MAPKSV-------AS----------------KAP----------------------ASQA------S-K---------AP----AA-----A---SKA------PAKAAKTSAAPK----DGAK------KRSKKRVESYSSYIYKVLKQVHPDTGISNKAMAILNSFVSDIFERIATEASKLASYNHRSTISSREIQTSVRLILPGELSKHAISEGTKAVTKYSS-SK-----------------------   139
74687206|Filobasidiella_neofor ---------------------MAPKSV-------AS----------------KAP----------------------ASQA------S-K---------AP----AA-----A---SKA------PAKAAKTSAAPK----DGAK------KRSKKRVESYSSYIYKVLKQVHPDTGISNKAMAILNSFVSDIFERIATEASKLASYNHRSTISSREIQTSVRLILPGELSKHAISEGTKAVTKYSS-SK-----------------------   139
213408585|Schizosaccharomyces_ -------------------------MS-------AE----------------KKP----------------------A---------S-K---------AP----AG-----K---VPK---------DTMK---------SVDK------KRGKNRKETYSSYIYKVLKQVHPDTGISNQAMRILNSFVNDIFERIATEASKLAAYNKKSTISSREIQTAVRLILPGELAKHAVTEGTKSVTKYSS-SAQ----------------------   125
173405|Schizosaccharomyces_pom ------------------------MSA-------AE----------------KKP----------------------A---------S-K---------AP----AG-----K---APR---------DTMK---------SADK------KRGKNRKETYSSYIYRVLKQVHPDTGISNQAMPILNSFVNDIFERIATEASKLAAYNKKSTISSREIQTAVRLILPGELAKHAVTEGTKSVTKYSS-SAQ----------------------   126
19075681|Schizosaccharomyces_p ------------------------MSA-------AE----------------KKP----------------------A---------S-K---------AP----AG-----K---APR---------DTMK---------SADK------KRGKNRKETYSSYIYKVLKQVHPDTGISNQAMRILNSFVNDIFERIATEASKLAAYNKKSTISSREIQTAVRLILPGELAKHAVTEGTKSVTKYSS-SAQ----------------------   126
12231003|Schizosaccharomyces_p ------------------------MSA-------AE----------------KKP----------------------A---------S-K---------AP----AG-----K---APR---------DTMK---------SADK------KRGKNRKETYSSYIYKVLKQVHPDTGISNQAMRILNSFVNDIFERIATEASKLAAYNKKSTISSREIQTAVRLILPGELAKHAVTEGTKSVTKYSS-SAQ----------------------   126
     254568442|Pichia_pastoris -----------------------MAPK-------AE----------------KKP----------------------A---------S-K---------AP----AE-----K---KPT---------AGKK-TSSS----SEPK------KRSKVRKESYASYIYKVLKQTHPDTGISQKAMSIMNSFVNDIFERIASEASKLASYNKKSTISAREIQTAVRLILPGELSKHAVSEGTRAVTKYTS-STQA---------------------   132
156042326|Sclerotinia_scleroti ----------------------MPPKG-------VA----------------SKA----------------------PAATKAPASAS-K---------AP----A------K---SDA---------GKKT--TAG----EGKP------RKKKGRKETYSSYIYKVLKQVHPDTGISNRAMSILNSFVNDIFERVATEASKLAAYNKKSTISSREIQTSVRLILPGELAKHAVSEGTKAVTKYSS-STK----------------------   139
154300256|Botryotinia_fuckelia ----------------------MPPKG-------VA----------------SKA----------------------PAAAKAPASAS-K---------AP----AS-----K---QDA---------GKKT--TTS----EGKP------RKKKGRKETYSSYIYKVLKQVHPDTGISNRAMSILNSFVNDIFERVATEASKLAAYNKKSTISSREIQTSVRLILPGELAKHAVSEGTKAVTKYSS-STK----------------------   140
  51701481|Rosellinia_necatrix ----------------------MPPKA-------AD----------------KKP----------------------A--AKAPV-AS-K---------AP-----E-----K---KDA---------GKKT--AST----GEKK------KRTKARRETYSSYIYKVLKQVHPDTGISNRAMSILNSFVNDIFERVATEASKLAAYNKKSTISSREIQTSVRLILPGELAKHAVSEGTKAVTKYSS-STK----------------------   136
  189091764|Podospora_anserina ----------------------MPPKA-------AD----------------KKP----------------------ANKAPATA--S-K---------AP-----E-----K---KDA---------GKKT--AAS----GEKK------KRTKARKETYSSYIYKVLKQVHPDTGISNRAMSILNSFVNDIFERVATEASKLAAYNKKSTISSREIQTSVRLILPGELAKHAVSEGTKAVTKYSS-STK----------------------   137
   74620191|Podospora_anserina ----------------------MPPKA-------AD----------------KKP----------------------ANKAPATA--S-K---------AP-----E-----K---KDA---------GKKT--AAS----GEKK------KRTKARKETYSSYIYKVLKQVHPDTGISNRAMSILNSFVNDIFERVATEASKLAAYNKKSTISSREIQTSVRLILPGELAKHAVSEGTKAVTKYSS-STK----------------------   137
      225473|Neurospora_crassa -----------------------------------------------------------------------------------------------------------------------------------------------------------ARKETYSSYIYKVLKQVHPDTGISNKSMSILNSFVNDIFERVATEASKLAAYNKKSTISSREIQTSVRLILPGELAKHAVSEGTKAVTKYTS-SK-----------------------    94
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 116179676|Chaetomium_globosum ----------------------MAPKA-------AD----------------KKP----------------------ASKAPATA--S-K---------AP-----E-----K---KDA---------GKKT--APS----GDKK------KRTKARKETYSSYIYKVLKQVHPDTGISNRAMSILNSFVNDIFERVATEASKLAAYNKKSTISSREIQTSVRLILPGELAKHAVSEGTKAVTKYSS-STK----------------------   137
 110279006|Chaetomium_globosum ----------------------MAPKA-------AD----------------KKP----------------------ASKAPATA--S-K---------AP-----E-----K---KDA---------GKKT--APS----GDKK------KRTKARKETYSSYIYKVLKQVHPDTGISNRAMSILNSFVNDIFERVATEASKLAAYNKKSTISSREIQTSVRLILPGELAKHAVSEGTKAVTKYSS-STK----------------------   137
   39942996|Magnaporthe_oryzae ----------------------MPPKA-------AD----------------KKP----------------------ASKAPATA--S-K---------AP-----E-----K---KDA---------GKKT--AAS----GDKK------KRTKTRKETYSSYIYKVLKQVHPDTGISNRAMSILNSFVNDIFERVATEASKLAAYNKKSTISSREIQTSVRLILPGELAKHAVSEGTKAVTKYSS-STK----------------------   137
302404233|Verticillium_albo-at ----------------------MPPKA-------AD----------------KKP----------------------ASKAPATA--S-K---------AP-----E-----K---KDA---------GKKT--AAS----GDKK------KRTKTRKETYSSYIYKVLKQVHPDTGISNRAMSILNSFVNDIFERVATEASKLAAYNKKSTISSREIQTSVRLILPGELAKHAVSEGTKAVTKYSS-STK----------------------   137
   74588282|Magnaporthe_grisea ----------------------MPPKA-------AD----------------KKP----------------------ASKAPATA--S-K---------AP-----E-----K---KDA---------GKKT--AAS----GDKK------KRTKTRKETYSSYIYKVLKQVHPDTGISNRAMSILNSFVNDIFERVATEASKLAAYNKKSTISSREIQTSVRLILPGELAKHAVSEGTKAVTKYSS-STK----------------------   137
    85092522|Neurospora_crassa ----------------------MPPKP-------AD----------------KKP----------------------ASKAPATA--S-K---------AP-----E-----K---KDA---------GKKT--AAS----GDKK------KRTKARKETYSSYIYKVLKQVHPDTGISNRAMSILNSFVNDIFERVATEASKLAAYNKKSTISSREIQTSVRLILPGELAKHAVSEGTKAVTKYSS-STK----------------------   137
    30316334|Neurospora_crassa ----------------------MPPKP-------AD----------------KKP----------------------ASKAPATA--S-K---------AP-----E-----K---KDA---------GKKT--AAS----GDKK------KRTKARKETYSSYIYKVLKQVHPDTGISNRAMSILNSFVNDIFERVATEASKLAAYNKKSTISSREIQTSVRLILPGELAKHAVSEGTKAVTKYSS-STK----------------------   137
 289613853|Sordaria_macrospora ----------------------MPPKP-------AD----------------KKP----------------------ASKAPATA--S-K---------AP-----E-----K---KDA---------GKKT--AAS----GDKK------KRTKARKETYSSYIYKVLKQVHPDTGISNRAMSILNSFVNDIFERVATEASKLAAYNKKSTISSREIQTSVRLILPGELAKHAVSEGTKAVTKYSS-STK----------------------   137
 154147099|Sordaria_macrospora -----------------------------------D----------------KKP----------------------ASKAPATA--S-K---------AP-----E-----K---KDA---------GKKT--AAS----GDKK------KRTKARKETYSSYIYKVLKQVHPDTGISNRAMSILNSFVNDIFERVATEASKLAAYNKKSTISSREIQTSVRLILPGELAKHAVSEGTKA--------------------------------   122
     110279007|Gibberella_zeae ----------------------MAPKA-------AD----------------KKP----------------------ASKAPATA--S-K---------AP-----E-----K---KDA---------GKKT--AAS----GDKK------KRSKSRKETYSSYIYKVLKQVHPDTGISNRAMSILNSFVNDIFERVASEASKLAAYNKKSTISSREIQTSVRLILPGELAKHAVSEGTKAVTKYSS-STK----------------------   137
302915347|Nectria_haematococca ----------------------MPPKA-------AD----------------KKP----------------------ASKAPATA--S-K---------AP-----E-----K---KDA---------GKKT--AAS----GDKK------KRSKTRKETYSSYIYKVLKQVHPDTGISNRAMSILNSFVNDIFERVASEASKLAAYNKKSTISSREIQTSVRLILPGELAKHAVSEGTKAVTKYSS-STK----------------------   137
310801859|Glomerella_graminico ----------------------MPPKA-------AD----------------KKP----------------------ASKAPATA--S-K---------AP-----E-----K---KDA---------GKKT--AAS----GDKK------KRTKSRKETYSSYIYKVLKQVHPDTGISNRAMSILNSFVNDIFERVASEASKLAAYNKKSTISSREIQTSVRLILPGELAKHAVSEGTKAVTKYSS-STK----------------------   137
189194547|Pyrenophora_tritici- ----------------------MPPKA--------Q----------------KTP----------------------TTGGKAPA--G-K---------AP----AE-----K---KEA---------GKKT-AAPS----GDKK------KRTKTRKETYSSYIYKVLKQVHPDTGISNRAMSILNSFVNDIFERVATEASKLAAYNKKSTISSREIQTSVRLILPGELAKHAVSEGTKAVTKYSS-STK----------------------   138
   311318463|Pyrenophora_teres ----------------------MPPKA--------Q----------------KTP----------------------TTGGKAPA--G-K---------AP----AE-----K---KEA---------GKKT-AAPS----GDKK------KRTKTRKETYSSYIYKVLKQVHPDTGISNRAMSILNSFVNDIFERVATEASKLAAYNKKSTISSREIQTSVRLILPGELAKHAVSEGTKAVTKYSS-STK----------------------   138
 311343564|Arthroderma_gypseum ----------------------MAPKA-------AE----------------KKP----------------------STAGKAPA--G-K---------AP----AE-----K---KEA---------GKKTAAAGS----GDKK------KRTKARKETYSSYIFKVLKQVHPDTGISKRAMSTLNSFVNDIFERVATEASKLAAYNKKSTISTREIQTSVRLILPGELAKHAVSEGTKAVTKYSS-SAR----------------------   140
    296804854|Arthroderma_otae ----------------------MAPKA-------AE----------------KKP----------------------STAGKAPA--G-K---------AP----AE-----K---KEA---------GKKTASAAS----GDKK------KRTKARKETYSSYIFKVLKQVHPDTGISKRAMSTLNSFVNDIFERVATEASKLAAYNKKSTISTREIQTSVRLILPGELAKHAVSEGTKAVTKYSS-SAR----------------------   140
302657368|Trichophyton_verruco ----------------------MAPKA-------AE----------------KKP----------------------STGGKAPA--G-K---------AP----AE-----K---KEA---------G--------------KK------KRTKARKETYSSYIFKVLKQVHPDTGISKRAMSTLNSFVNDIFERVATEASKLAAYNKKSTISTREIQTSVRLILPGELAKHAVSEGTKAVTKYSS-SAR----------------------   130
225554848|Ajellomyces_capsulat ------------------------MAS-------CP----------------IRP----------------------A---------G-K---------AP-----E-----K---KEA---------GKKT-TAAG----GEKK------KRSKTRKETYSSYIYKVLKQVHPDTGISNRAMSILNSFVNDIFERVATEASKLAAYNKKSTISSREIQTSVRLILPGELAKHAVSEGTKAVTKYSS-SAK----------------------   129
    529959|Emericella_nidulans ----------------------MPPKA-------AE----------------KKP----------------------STGGKAPA--G-K---------AP----AE-----K---KEA---------GKKTAAAAS----GEKK------KRGKTRKETYSSYIYKVLKQVHPDTGISTRAMSILNSFVN----RVATEASKLAAYNKKSTISSREIQTSVRLILPGELAKHAVSEGTKAVTKYSS-SAK----------------------   136
 67526023|Aspergillus_nidulans ----------------------MPPKA-------AE----------------KKP----------------------STGGKAPA--G-K---------AP----AE-----K---KEA---------GKKTAAAAS----GEKK------KRGKTRKETYSSYIYKVLKQVHPDTGISTRAMSILNSFVNDIFERVATEASKLAAYNKKSTISSREIQTSVRLILPGELAKHAVSEGTKAVTKYSS-SAK----------------------   140
    122046|Emericella_nidulans ----------------------MPPKA-------AE----------------KKP----------------------STGGKAPA--G-K---------AP----AE-----K---KEA---------GKKTAAAAS----GEKK------KRGKTRKETYSSYIYKVLKQVHPDTGISTRAMSILNSFVNDIFERVATEASKLAAYNKKSTISSREIQTSVRLILPGELAKHAVSEGTKAVTKYSS-SAK----------------------   140
 115403025|Aspergillus_terreus ----------------------MPPKA-------AE----------------KKP----------------------TTGGKAPA--G-K---------AP----AE-----K---KEA---------GKKTAAAAS----GDKK------KRGKTRKETYSSYIYKVLKQVHPDTGISTRAMSILNSFVNDIFERVATEASKLAAYNKKSTISSREIQTSVRLILPGELAKHAVSEGTKAVTKYSS-SAK----------------------   140
71000769|Aspergillus_fumigatus ----------------------MPPKA-------AE----------------KKP----------------------STGGKAPA--G-K---------AP----AE-----K---KEA---------GKKTAAAAT----GDKK------KRGKTRKETYSSYIYKVLKQVHPDTGISTRAMSILNSFVNDIFERVATEASKLAAYNKKSTISSREIQTSVRLILPGELAKHAVSEGTKAVTKYSS-SAK----------------------   140
119493440|Neosartorya_fischeri ----------------------MPPKA-------AE----------------KKP----------------------STGGKAPA--G-K---------AP----AE-----K---KEA---------GKKTAAAAT----GDKK------KRGKTRKETYSSYIYKVLKQVHPDTGISTRAMSILNSFVNDIFERVATEASKLAAYNKKSTISSREIQTSVRLILPGELAKHAVSEGTKAVTKYSS-SAK----------------------   140
74673812|Aspergillus_fumigatus ----------------------MPPKA-------AE----------------KKP----------------------STGGKAPA--G-K---------AP----AE-----K---KEA---------GKKTAAAAT----GDKK------KRGKTRKETYSSYIYKVLKQVHPDTGISTRAMSILNSFVNDIFERVATEASKLAAYNKKSTISSREIQTSVRLILPGELAKHAVSEGTKAVTKYSS-SAK----------------------   140
159128080|Aspergillus_fumigatu ----------------------MPPKA-------AE----------------KKP----------------------STGGKAPA--G-K---------AP----AE-----K---KEA---------GKKTAAAAT----GDKK------KRGKTRKETYSSYIYKVLKQVHPDTGISTRAMSILNSFVNDIFERVATEASKLAAYNKKSTISSREIQTSVRLILPGELAKHAVSEGTKAVTKYSS-SAK----------------------   140
  238506144|Aspergillus_flavus ----------------------MAPKA-------AE----------------KKP----------------------STGGKAPA-GG-K---------AP----AE-----K---KEA---------GKKTAAAAS----GDKK------KRGKTRKETYSSYIYKVLKQVHPDTGISTRAMSILNSFVNDIFERVATEASKLAAYNKKSTISSREIQTSVRLILPGELAKHAVSEGTKAVTKYSS-SAK----------------------   141
  110279005|Aspergillus_oryzae ----------------------MAPKA-------AE----------------KKP----------------------STGGKAPA-GG-K---------AP----AE-----K---KEA---------GKKTAAAAS----GDKK------KRGKTRKETYSSYIYKVLKQVHPDTGISTRAMSILNSFVNDIFERVATEASKLAAYNKKSTISSREIQTSVRLILPGELAKHAVSEGTKAVTKYSS-SAK----------------------   141
   145245641|Aspergillus_niger ----------------------MPPKA-------AE----------------KKP----------------------STGGKAPA-GG-K---------AP----AE-----K---KEA---------GKKTAAAAS----GDKK------KRGKTRKETYSSYIYKVLKQVHPDTGISTRAMSILNSFVNDIFERVATEASKLAAYNKKSTISSREIQTSVRLILPGELAKHAVSEGTKAVTKYSS-SAK----------------------   141
   134079794|Aspergillus_niger ----------------------MPPKA-------AE----------------KKP----------------------STGGKAPA-GG-K---------AP----AE-----K---KEA---------GKKTAAAAS----GDKK------KRGKTRKETYSSYIYKVLKQVHPDTGISTRAMSILNSFVNDIFERVATEASKLAAYNKKSTISSREIQTSVRLILPGELAKHAVSEGTKAVTKYSS-SAK----------------------   141
121704592|Aspergillus_clavatus ----------------------MPPKA-------AE----------------KKP----------------------STGGKAPA--G-K---------AP----AE-----K---KEA---------GKKTAAAAS----GDKK------KRGKTRKETYSSYIYKVLKQVHPDTGISTRAMSILNSFVNDIFERVATEASKLAAYNKKSTISSREIQTSVRLILPGELAKHAVSEGTKAVTKYSS-SAK----------------------   140
156630820|Aspergillus_clavatus ----------------------MPPKA-------AE----------------KKP----------------------STGGKAPA--G-K---------AP----AE-----K---KEA---------GKKTAAAAS----GDKK------KRGKTRKETYSSYIYKVLKQVHPDTGISTRAMSILNSFVNDIFERVATEASKLAAYNKKSTISSREIQTSVRLILPGELAKHAVSEGTKAVTKYSS-SAK----------------------   140
255945231|Penicillium_chrysoge ----------------------MPPKA-------AE----------------KKP----------------------STGGKAPV-GG-K---------AP----AE-----K---KEA---------GKKTATAAT----GEKK------KRGKTRKETYSSYIYKVLKQVHPDTGISTRAMSILNSFVNDIFERVATEASKLAAYNKKSTISSREIQTSVRLILPGELAKHAVSEGTKAVTKYSS-SAK----------------------   141
212545088|Penicillium_marneffe ----------------------MPPKA-------AE----------------KKP----------------------STGGKAP--AG-K---------AP----AE-----K---KEA---------GKKTATAAT----GEKK------KRGKTRKETYSSYIYKVLKQVHPDTGISTRAMSILNSFVNDIFERVATEASKLASYNKKSTISSREIQTSVRLILPGELAKHAVSEGTKAVTKYSS-SAK----------------------   140
242814601|Talaromyces_stipitat ----------------------MPPKA-------AE----------------KKP----------------------STGGKAP--AG-K---------AP----AE-----K---KEA---------GKKTATAAS----GEKK------KRGKTRKETYSSYIYKVLKQVHPDTGISTRAMSILNSFVNDIFERVATEASKLASYNKKSTISSREIQTSVRLILPGELAKHAVSEGTKAVTKYSS-SAK----------------------   140
119195517|Coccidioides_immitis ----------------------MAPKA-------AE----------------KKP----------------------STGGKAPA-GG-K---------AP----AE-----K---KEA---------GKKTAAS------GEKK------KRTKARKETYSSYIYKVLKQVHPDTGISNRAMSILNSFVNDIFERVATEASKLAAYNKKSTISSREIQTSVRLILPGELAKHAVSEGTKAVTKYSS-SAK----------------------   139
 258566561|Uncinocarpus_reesii ----------------------MAPKA-------AE----------------KKP----------------------STGGKAPA-GG-K---------AP----AE-----K---KEA---------GKKTAAS------GEKK------KRTKARKETYSSYIYKVLKQVHPDTGISNRAMSILNSFVNDIFERVATEASKLAAYNKKSTISSREIQTSVRLILPGELAKHAVSEGTKAVTKYSS-SAK----------------------   139
303321426|Coccidioides_posadas ----------------------MAPKA-------AE----------------KKP----------------------STGGKAPA-GG-K---------AP----AE-----K---KEA---------GKKTAAS------GEKK------KRTKARKETYSSYIYKVLKQVHPDTGISNRAMSILNSFVNDIFERVATEASKLAAYNKKSTISSREIQTSVRLILPGELAKHAVSEGTKAVTKYSS-SAK----------------------   139
121932133|Coccidioides_immitis ----------------------MAPKA-------AE----------------KKP----------------------STGGKAPA-GG-K---------AP----AE-----K---KEA---------GKKTAAS------GEKK------KRTKARKETYSSYIYKVLKQVHPDTGISNRAMSILNSFVNDIFERVATEASKLAAYNKKSTISSREIQTSVRLILPGELAKHAVSEGTKAVTKYSS-SAK----------------------   139
261195779|Ajellomyces_dermatit ----------------------MAPKA-------AE----------------KKP----------------------STGGKAPA-GG-K---------AP----VE-----K---KEA---------GKKTAATAG----GEKK------KRSKTRKETYSSYIYKVLKQVHPDTGISNRAMSILNSFVNDIFERVATEASKLAAYNKKSTISSREIQTSVRLILPGELAKHAVSEGTKAVTKYSS-SAK----------------------   141
239614380|Ajellomyces_dermatit ----------------------MAPKA-------AE----------------KKP----------------------STGGKAPA-GG-K---------AP----VE-----K---KEA---------GKKTAATAG----GEKK------KRSKTRKETYSSYIYKVLKQVHPDTGISNRAMSILNSFVNDIFERVATEASKLAAYNKKSTISSREIQTSVRLILPGELAKHAVSEGTKAVTKYSS-SAK----------------------   141
  296411543|Tuber_melanosporum ----------------------MPPKA-------AE----------------KKP----------------------TTAGKAP--AG-K---------AP-----E-----K---KEA---------GKKT-AAAS----GEKK------KRSKTRKETYSSYIYKVLKQVHPDTGISNRAMSILNSFVNDIFERVATEASKLAAYNKKSTISSREIQTSVRLILPGELAKHAVSEGTKAVTKYSS-STK----------------------   138
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           61827353|Bos_taurus ----------------------MPEP-----AKSAP--AP------------KKG--------------------------------S-K---------K---AVTK---AQK----------------------------KDGK------KRKRGRKESYSIYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-AK-----------------------   126
        297677413|Pongo_abelii ----------------------MPEP-----AKSAP--VP------------KKG--------------------------------S-K---------K---AVTK---AQK----------------------------KDGK------KRKRSRKESYSIYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-AK-----------------------   126
         20336754|Homo_sapiens ----------------------MPEP-----AKSAP--AP------------KKG--------------------------------S-K---------K---AVTK---AQK----------------------------KDGK------KRKRSRKESYSIYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-AK-----------------------   126
      302565256|Macaca_mulatta ----------------------MPEP-----AKSAP--AP------------KKG--------------------------------S-K---------K---AVTK---AQK----------------------------KDGK------KRKRSRKESYSIYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-AK-----------------------   126
      55626070|Pan_troglodytes ----------------------MPEP-----AKSAP--AP------------KKG--------------------------------S-K---------K---AVTK---AQK----------------------------KDGK------KRKRSRKESYSIYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-AK-----------------------   126
          57110457|Canis_lupus ----------------------MPEP-----AKSAP--AP------------KKG--------------------------------S-K---------K---AVTK---AQK----------------------------KDGK------KRKRSRKESYSIYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-AK-----------------------   126
      149754766|Equus_caballus ----------------------MPEP-----AKSAP--AP------------KKG--------------------------------S-K---------K---AVTK---AQK----------------------------KDGK------KRKRSRKESYSIYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-AK-----------------------   126
  296197176|Callithrix_jacchus ----------------------MPEP-----AKSAP--AP------------KKG--------------------------------S-K---------K---AVTK---AQK----------------------------KDGK------KRKRSRKESYSIYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-AK-----------------------   126
          4504259|Homo_sapiens ----------------------MPEL-----AKSAP--AP------------KKG--------------------------------S-K---------K---AVTK---AQK----------------------------KDGK------KRKRSRKESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIASEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   126
126313654|Monodelphis_domestic ----------------------MPEP-----GKSAP--AP------------KKG--------------------------------S-K---------K---AVTK---AQK----------------------------KDGK------KRKRSRKESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIASEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   126
     114606024|Pan_troglodytes ----------------------MPEP-----AKSAP--AP------------KKG--------------------------------S-K---------K---AVTK---AQK----------------------------KDGK------KRKRSRKESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERLASEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   126
         15030326|Mus_musculus ----------------------MPEP-----AKSAP--AP------------KKG--------------------------------S-K---------K---AVTK---AQK----------------------------KDGK------KRKRSRKESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIASEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SNIVCDSKDQK--------------   135
        160420310|Mus_musculus ----------------------MPEP-----AKSAP--AP------------KKG--------------------------------S-K---------K---AVTK---AQK----------------------------KDGK------KRKRSRKESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIASEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SNFSRQNFSV---------------   134
      302564055|Macaca_mulatta ----------------------MPDP-----AKSAP--AP------------KKG--------------------------------S-K---------K---AVTK---AQK----------------------------KDGK------KRKRSRKESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIASEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   126
         30061381|Mus_musculus ----------------------MPEP-----AKSAP--AP------------KKG--------------------------------S-K---------K---AVTK---AQK----------------------------KDGK------KRKRSRKESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIASEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   126
      109070050|Macaca_mulatta ----------------------MPEP-----AKSAP--AP------------KKG--------------------------------S-K---------K---AVTK---AQK----------------------------KDGK------KRKRSRKESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIASEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   126
        297677441|Pongo_abelii ----------------------MPEP-----AKSAP--AP------------KKG--------------------------------S-K---------K---AVTK---AQK----------------------------KDGK------KRKRSRKESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIASEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   126
        119623511|Homo_sapiens ----------------------MPEP-----AKSAP--AP------------KKG--------------------------------S-K---------K---AVTK---AQK----------------------------KDGK------KRKRSRKESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIASEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   126
        117580250|Mus_musculus -------------------------P-----AKSAP--AP------------KKG--------------------------------S-K---------K---AVTK---AQK----------------------------KDGK------KRKRSRKESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIASEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   123
   157817105|Rattus_norvegicus ----------------------MPDP-----VKSAP--AP------------KKG--------------------------------S-K---------K---AVTK---AQK----------------------------KDGK------KRKRSRKESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SKILWNKFYYLPSF-----------   138
        238624110|Homo_sapiens ----------------------MPDP-----AKSAP--AP------------KKG--------------------------------S-K---------K---AVTK---VQK----------------------------KDGK------KRKRSRKESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SKLIGPILWK---------------   134
         66912162|Homo_sapiens ----------------------MPDP-----AKSAP--AP------------KKG--------------------------------S-K---------K---AVTK---VQK----------------------------KDGK------KRKRSRKESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   126
         68226433|Mus_musculus ----------------------MPDP-----AKSAP--AP------------KKG--------------------------------S-K---------K---AVTK---VQK----------------------------KDGK------KRKRSRKESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   126
          57098913|Canis_lupus ----------------------MPDP-----AKSAP--AP------------KKG--------------------------------S-K---------K---AVTK---VQK----------------------------KDGK------KRKRSRKESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   126
           76612884|Bos_taurus ----------------------MPDP-----AKSAP--AP------------KKG--------------------------------S-K---------K---AVTK---VQK----------------------------KDGK------KRKRSRKESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   126
     114559128|Pan_troglodytes ----------------------MPDP-----AKSAP--AP------------KKG--------------------------------S-K---------K---AVTK---VQK----------------------------KDGK------KRKRSRKESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   126
      149760360|Equus_caballus ----------------------MPDP-----AKSAP--AP------------KKG--------------------------------S-K---------K---AVTK---VQK----------------------------KDGK------KRKRSRKESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   126
   149030598|Rattus_norvegicus ----------------------MPDP-----AKSAP--AP------------KKG--------------------------------S-K---------K---AVTK---VQK----------------------------KDGK------KRKRSRKESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   126
281353734|Ailuropoda_melanoleu ----------------------MPDP-----AKSAP--AP------------KKG--------------------------------S-K---------K---AVTK---VQK----------------------------KDGK------KRKRSRKESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   126
  296197159|Callithrix_jacchus ----------------------MPDP-----AKSAP--AP------------KKG--------------------------------S-K---------K---AVTK---AQK----------------------------KDGK------KRKRSRKESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIVGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   126
          4504269|Homo_sapiens ----------------------MPDP-----AKSAP--AP------------KKG--------------------------------S-K---------K---AVTK---AQK----------------------------KDGK------KRKRSRKESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   126
     114605790|Pan_troglodytes ----------------------MPDP-----AKSAP--AP------------KKG--------------------------------S-K---------K---AVTK---AQK----------------------------KDGK------KRKRSRKESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   126
          194039882|Sus_scrofa ----------------------MPDP-----AKSAP--AP------------KKG--------------------------------S-K---------K---AVTK---AQK----------------------------KDGK------KRKRSRKESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   126
291395667|Oryctolagus_cuniculu ----------------------MPDP-----AKSAP--AP------------KKG--------------------------------S-K---------K---AVTK---AQK----------------------------KDGK------KRKRSRKESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   126
  296197149|Callithrix_jacchus ----------------------MPDP-----AKSAP--AP------------KKG--------------------------------S-K---------K---AVTK---AQK----------------------------KDGK------KRKRSRKESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   126
        297677381|Pongo_abelii ----------------------MPDP-----AKSAP--AP------------KKG--------------------------------S-K---------K---AVTK---AQK----------------------------KDGK------KRKRSRKESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   126
301786320|Ailuropoda_melanoleu ----------------------MPEP-----AKSTP--AP------------KKG--------------------------------S-K---------K---AVTK---AQK----------------------------KDGK------KRKRSRKESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   126
301783441|Ailuropoda_melanoleu ----------------------MPEP-----AKSTP--AP------------KKG--------------------------------S-K---------K---AVTK---AQK----------------------------KDGK------KRKRSRKESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-AK-----------------------   126
301783427|Ailuropoda_melanoleu ----------------------MPEP-----AKSTP--AP------------KKG--------------------------------S-K---------K---AVTK---AQK----------------------------KDGK------KRKRSRKESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKRAVSEGTKAVTKYTS-SK-----------------------   126
301786332|Ailuropoda_melanoleu ----------------------MPEP-----AKSTP--AP------------KKG--------------------------------S-K---------K---AVTK---AQK----------------------------KDGK------KRKRSRKESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELELQIILTQCCHI-------------------------------   119
281345276|Ailuropoda_melanoleu ----------------------MPEP-----AKSTP--AP------------KKG--------------------------------S-K---------K---AVTK---AQK----------------------------KDGK------KRKRSRKESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGEL-------------------------------------------   107
      223096|Rattus_norvegicus -----------------------PEP-----AKSAP--AP------------KKG--------------------------------S-K---------K---AVTK---AQK----------------------------KDGK------KRKRSRKESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFZRIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   125
          118151208|Bos_taurus ----------------------MPEP-----AKSAP--AP------------KKG--------------------------------S-K---------K---AVTK---AQK----------------------------IDGK------KRKRSRKESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-AK-----------------------   126
      194223085|Equus_caballus ----------------------MPEP-----AKSAP--AP------------KKG--------------------------------S-K---------K---AVIK---AQK----------------------------KDGK------KRKRSRKESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   126
           61835901|Bos_taurus ----------------------MPEP-----AKSAP--AP------------KKG--------------------------------S-K---------K---AVTK---VQK----------------------------KDGK------KRKRSRKESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   126
         74152996|Mus_musculus ----------------------MPEP-----AKSAP--AP------------KKG--------------------------------S-K---------K---ALTK---AQK----------------------------KDGK------KRKRSRKESYSVYVYKVLKQVHPDTGISSRAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   126
         30089704|Mus_musculus ----------------------MPEP-----AKSAP--AP------------KKG--------------------------------S-K---------K---AVTK---AQK----------------------------KDGK------KRKRSRKESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIASEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-AK-----------------------   126
         30061387|Mus_musculus ----------------------MPEP-----AKSAP--AP------------KKG--------------------------------S-K---------K---ALTK---AQK----------------------------KDGK------KRKRSRKESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   126
    27686409|Rattus_norvegicus ----------------------MPET-----AKSAP--AP------------KKG--------------------------------S-K---------K---AVTK---AQK----------------------------KDGK------KRKRSRKESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   126
          1568551|Homo_sapiens ----------------------MPEP-----AKSAP--AP------------KKG--------------------------------S-K---------K---AVTK---AQK----------------------------KDSK------KRKRSRKESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   126
      149731902|Equus_caballus ----------------------MPEP-----AKSAP--VP------------KKG--------------------------------S-K---------K---AVTK---AQK----------------------------KDGK------KRKRSRKESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   126
 110278998|Macaca_fascicularis ----------------------MPEP-----AKSAP--AP------------KKG--------------------------------S-K---------K---AVTK---AQK----------------------------KDGK------KRKRSRKESYSVYVYKVLKRVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-AK-----------------------   126
301786370|Ailuropoda_melanoleu ----------------------MPEP-----AKSAP--AP------------KKG--------------------------------S-K---------K---AVTK---AQK----------------------------KDGK------KRKRSRKESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYIP-SKFVPSNSTNDFRLF----------   139
281345294|Ailuropoda_melanoleu ----------------------MPEP-----AKSAP--AP------------KKG--------------------------------S-K---------K---AVTK---AQK----------------------------KDGK------KRKRSRKESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYIP-SK-----------------------   126
   149029297|Rattus_norvegicus ----------------------MPEP-----AKSAP--AP------------KKG--------------------------------S-K---------K---AVTK---AQK----------------------------KDGK------KRKRSRKESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SKDVWQVYCPGLMLIQQIFISPFSV   149
             224568|Bos_taurus -----------------------PEP-----AKSAP--AP------------KKG--------------------------------S-K---------K---AVTK---AQK----------------------------KDGK------KRKRSRKESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   125
         78070466|Homo_sapiens -----------------------PEP-----AKSAP--AP------------KKG--------------------------------S-K---------K---AVTK---AQK----------------------------KDGK------KRKRSRKESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   125
          296474040|Bos_taurus ----------------------MPEP-----AKSAP--AP------------KKG--------------------------------S-K---------K---AVTK---AQK----------------------------KDGK------KRKRSRKESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-AK-----------------------   126
          311259875|Sus_scrofa ----------------------MPEP-----AKSAP--AP------------KKG--------------------------------S-K---------K---AVTK---AQK----------------------------KDGK------KRKRSRKESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-AK-----------------------   126
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        297677419|Pongo_abelii ----------------------MPEP-----AKSAP--AP------------KKG--------------------------------S-K---------K---AVTK---AQK----------------------------KDGK------KRKRSRKESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-AK-----------------------   126
  296197174|Callithrix_jacchus ----------------------MPEP-----AKSAP--AP------------KKG--------------------------------S-K---------K---AVTK---AQK----------------------------KDGK------KRKRSRKESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-AK-----------------------   126
      149754758|Equus_caballus ----------------------MPEP-----AKSAP--AP------------KKG--------------------------------S-K---------K---AVTK---AQK----------------------------KDGK------KRKRSRKESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-AK-----------------------   126
     114605966|Pan_troglodytes ----------------------MPEP-----AKSAP--AP------------KKG--------------------------------S-K---------K---AVTK---AQK----------------------------KDGK------KRKRSRKESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-AK-----------------------   126
      109069997|Macaca_mulatta ----------------------MPEP-----AKSAP--AP------------KKG--------------------------------S-K---------K---AVTK---AQK----------------------------KDGK------KRKRSRKESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-AK-----------------------   126
          57110485|Canis_lupus ----------------------MPEP-----AKSAP--AP------------KKG--------------------------------S-K---------K---AVTK---AQK----------------------------KDGK------KRKRSRKESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-AK-----------------------   126
   157820953|Rattus_norvegicus ----------------------MPEP-----AKSAP--AP------------KKG--------------------------------S-K---------K---AVTK---AQK----------------------------KDGK------KRKRSRKESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-AK-----------------------   126
         18105048|Homo_sapiens ----------------------MPEP-----AKSAP--AP------------KKG--------------------------------S-K---------K---AVTK---AQK----------------------------KDGK------KRKRSRKESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-AK-----------------------   126
301783447|Ailuropoda_melanoleu ----------------------MPEP-----AKSAP--AP------------KKG--------------------------------S-K---------K---AVTK---AQK----------------------------KDGK------KRKRSRKESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   126
  296197196|Callithrix_jacchus ----------------------MPEP-----AKSAP--AP------------KKG--------------------------------S-K---------K---AVTK---AQK----------------------------KDGK------KRKRSRKESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   126
291395631|Oryctolagus_cuniculu ----------------------MPEP-----AKSAP--AP------------KKG--------------------------------S-K---------K---AVTK---AQK----------------------------KDGK------KRKRSRKESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   126
          194039782|Sus_scrofa ----------------------MPEP-----AKSAP--AP------------KKG--------------------------------S-K---------K---AVTK---AQK----------------------------KDGK------KRKRSRKESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   126
      149731866|Equus_caballus ----------------------MPEP-----AKSAP--AP------------KKG--------------------------------S-K---------K---AVTK---AQK----------------------------KDGK------KRKRSRKESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   126
      109069888|Macaca_mulatta ----------------------MPEP-----AKSAP--AP------------KKG--------------------------------S-K---------K---AVTK---AQK----------------------------KDGK------KRKRSRKESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   126
          57110268|Canis_lupus ----------------------MPEP-----AKSAP--AP------------KKG--------------------------------S-K---------K---AVTK---AQK----------------------------KDGK------KRKRSRKESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   126
      55626044|Pan_troglodytes ----------------------MPEP-----AKSAP--AP------------KKG--------------------------------S-K---------K---AVTK---AQK----------------------------KDGK------KRKRSRKESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   126
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33114082|Mytilus_galloprovinci ---------------------MPPKV-----G--------------------TKG--------------------------------A-K---------K---AVTK-AKTAR----------------------------PGGDK-----KRRRKRRESYAIYIYKVLRQVHPDTGVSSKAMSIMNSFVNDIFERIAAEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTEAVTKYTS-SK-----------------------   124
       33114086|Mytilus_edulis ---------------------MPPKV-----G--------------------TKG--------------------------------A-K---------K---AVTK-AKTAR----------------------------PGGDK-----KRRRKRRESYAIYIYKVLRQVHPDTGVSSKAMSIMNSFVNDIFERIAAEASRLAHYIKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   124
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    33114090|Mytilus_chilensis ---------------------MPPKV-----G--------------------TKG--------------------------------A-K---------K---AVTK-AKTAR----------------------------PGGDK-----KRRRKRRESYAIYIYEVLRQVHPDTGVSSKAMSIMNSFVNDIFERIAAEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   124
 157169161|Venerupis_pullastra ---------------------MPPKV-----G--------------------TKG--------------------------------A-K---------K---AVTK-AKTAR----------------------------PGGDK-----KRRRKRRESYAIYIYKVLRQVHPDTGVSSKAMSIMNSFVNDIFERIAAEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   124
157169151|Venerupis_decussatus ---------------------MPPKV-----G--------------------TKG--------------------------------A-K---------K---AVTK-AKTAR----------------------------PGGDK-----KRRRKRRESYAIYIYKVLRQVHPDTGVSSKAMSIMNSFVNDIFERIAAEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   124
157169141|Venerupis_philippina ---------------------MPPKV-----G--------------------TKG--------------------------------A-K---------K---AVTK-AKTAR----------------------------PGGDK-----KRRRKRRESYAIYIYKVLRQVHPDTGVSSKAMSIMNSFVNDIFERIAAEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   124
    33114088|Mytilus_trossulus ---------------------MPPKV-----G--------------------TKG--------------------------------A-K---------K---AVTK-AKTAR----------------------------PGGDK-----KRRRKRRESYAIYIYKVLRQVHPDTGVSSKAMSIMNSFVNDIFERIAAEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   124
33114055|Mytilus_galloprovinci ---------------------MPPKV-----G--------------------TKG--------------------------------A-K---------K---AVTK-AKTAR----------------------------PGGDK-----KRRRKRRESYAIYIYKVLRQVHPDTGVSSKAMSIMNSFVNDIFERIAAEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   124
       23304756|Mytilus_edulis ---------------------MPPKV-----G--------------------TKG--------------------------------A-K---------K---AVTK-AKTAR----------------------------PGGDK-----KRRRKRRESYAIYIYKVLRQVHPDTGVSSKAMSIMNSFVNDIFERIAAEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   124
  296197274|Callithrix_jacchus ---------------------MPELS-----SKGAI--IS------------KKG--------------------------------F-K---------K---AVLK---TQK----------------------------KEGK------KRKKTRKESYSIYIYKVLKQVHPDTGISSKAMSIMNSFATDIFERIASEASRLVHYNKRSTLSSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   127
        297677301|Pongo_abelii ---------------------MPELS-----SKSAT--IS------------KKG--------------------------------F-K---------K---AVVK---TQK----------------------------KEGK------KRKRTRKESYSIYIYKVLKQVHPDTGISSKAMSIMNSFVTDIFERIASEASRLAHYNKRSTISSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   127
      302563775|Macaca_mulatta ---------------------MPELS-----SKGAT--IS------------KKG--------------------------------F-K---------K---AVVK---TQK----------------------------KEGK------KRKRTRKESYSIYIYKVLKQVHPDTGISSKAMSIMNSFVTDIFERIASEASRLAHYNKRSTISSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   127
         42542679|Homo_sapiens ----------------------AEVS-----SKGAT--IS------------KKG--------------------------------F-K---------K---AVVK---TQK----------------------------KEGK------KRKRTRKESYSIYIYKVLKQVHPDTGISSKAMSIMNSFVTDIFERIASEASRLAHYSKRSTISSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   126
         42542570|Homo_sapiens ---------------------MPEVS-----SKGAT--IS------------KKG--------------------------------F-K---------K---AVVK---TQK----------------------------KEGK------KRKRTRKESYSIYIYKVLKQVHPDTGISSKAMSIMNSFVTDIFERIASEAPRLAHYSKRSTISSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   127
         42542572|Homo_sapiens ---------------------MPEVS-----SKGAT--IS------------KKG--------------------------------F-K---------K---AVVE---TQK----------------------------KEGK------KRKRTRKESYSIYIYKVLKQVHPDTGISSKAMSIMNSFVTDIFERIASEASRLAHYSKRSTISSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   127
         24586679|Homo_sapiens ---------------------MPEVS-----SKGAT--IS------------KKG--------------------------------F-K---------K---AVVK---TQK----------------------------KEGK------KRKRTRKESYSIYIYKVLKQVHPDTGISSKAMSIMNSFVTDIFERIASEASRLAHYSKRSTISSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   127
      55626024|Pan_troglodytes ---------------------MPEVS-----SKGAT--IS------------KKG--------------------------------F-K---------K---AVVK---TQK----------------------------KEGK------KRKRTRKESYSIYIYKVLKQVHPDTGISSKAMSIMNSFVTDIFERIASEASRLAHYSKRSTISSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   127
        117557956|Mus_musculus ---------------------MPEVA-----VKGAT--IS------------KKG--------------------------------F-K---------K---AVTK---TQK----------------------------KEGR------KRKRCRKESYSIYIYKVLKQVHPDTGISSKAMSIMNSFVTGIFERIASEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   127
         28316750|Mus_musculus ---------------------MPEVA-----VKGAT--IS------------KKG--------------------------------F-K---------K---AVTK---TQK----------------------------KEGR------KRKRCRKESYSIYIYKVLKQVHPDTGISSKAMSIMNSFVTDIFERIASEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   127
        148700566|Mus_musculus ---------------------MPEVA-----VKGAT--IS------------KKG--------------------------------F-K---------K---AVTK---TQK----------------------------KEGR------KRKRCRKESYSIYIYKVLKQVHPDTGISSKAMSIMNSFVTDIFERIASEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-S------------------------   126
    12025524|Rattus_norvegicus ---------------------MPEVS-----AKGTT--IS------------KKG--------------------------------F-K---------K---AVTK---TQK----------------------------KEGR------KRKRCREESYSIYIYKVLKQVHPDTGISSKAMSIMNSFVTDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   127
      399855|Rattus_norvegicus ---------------------MPEVS-----AKGTT--IS------------KKG--------------------------------F-K---------K---AVTK---TQK----------------------------KEGR------KRKRCRKESYSIYIYKVLKQVHPDTGISSKAMSIMNSFVTDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   127
          57110397|Canis_lupus ---------------------MPELT-----SKGTT--IS------------KKG--------------------------------F-K---------R---AVAK---TQK----------------------------KEGK------KRRRCRKESYSIYIYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   127
          74004168|Canis_lupus ---------------------MPELT-----SKGTT--IS------------KKG--------------------------------F-K---------R---AVAK---TQK----------------------------KEGK------KRRRCRKESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   127
          194039748|Sus_scrofa ---------------------MPELS-----SKGAT--IS------------KKG--------------------------------F-K---------K---AATK---TQK----------------------------KEGK------KRRRGRKESYSIYIYKVLKQVHPDTGISSKAMSIMNSFVTDIFERIAGEASRLAHYSKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   127
      149731832|Equus_caballus ---------------------MPELS-----SKGAT--IS------------KKG--------------------------------F-K---------K---AVTK---TQK----------------------------KEGK------KRKRCRKESYSIYIYKVLKQVHPDTGISSKAMSIMNSFVTDIFERIAGEASRLAHYSKHSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   127
          297463904|Bos_taurus ---------------------MPELY-----SKGAT--IS------------KKG--------------------------------F-K---------K---AVIK---TQK----------------------------KEGK------KRRRCRKESYSIYIYKVLKQVHPDTGISSKAMSIMNSFVTDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   127
291395703|Oryctolagus_cuniculu ---------------------MPEIT-----SKGAT--IS------------KKG--------------------------------F-K---------K---AVTK---TQK----------------------------KEGK------KRKRSRKESYSIYIYKVLKQVHPDTGISSKAMSIMNSFVSDIFERISGEASRLAHYNKHSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   127
          297463902|Bos_taurus ---------------------MPELT-----TKGTT--IS------------KKG--------------------------------F-K---------K---AVTK---TQK----------------------------KEGK------KRKRCRKESYSIYIYKVLKQVHPDTGISSKAMSIMNSFVSDIFERVAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   127
301760078|Ailuropoda_melanoleu ---------------------MPELT-----SKGTT--IS------------KKG--------------------------------F-K---------K---AVTK---TQK----------------------------KEGK------KRKRCRKESYSIYIYKVLKHVHPDTGISSKAMSIMNSFVSDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   127
301760076|Ailuropoda_melanoleu ---------------------MPELT-----SKGTT--IS------------KKG--------------------------------F-K---------K---AVTK---TEK----------------------------KEGK------KRKRCRKESYSIYIYKVLKQVHPDTGISSKAMSIMNSFVSDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   127
281352746|Ailuropoda_melanoleu ------------------SPTMPELT-----SKGTT--IS------------KKG--------------------------------F-K---------K---AVTK---TEK----------------------------KEGK------KRKRCRKESYSIYIYKVLKQVHPDTGISSKAMSIMNSFVSDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   130
    225717540|Caligus_clemensi ---------------------MPPKS-----VG--K--AA------------KK---------------------------------A-G---------K---TQKK---ITK----------------------------SDG-K-----KKSHKRKESYAIYIYKVLKQVHPDTGVSSKAMSIMNSFVNDIFERIAAESSRPAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   124
225710358|Caligus_rogercressey ---------------------MPPKS-----VG--K--AV------------KK---------------------------------A-G---------K---AQKN---ITK----------------------------SDGVK-----KKSHKRKESYAIYIYKVLKQVHPDTGVSSKAMSIMNSLVNDIFERIAAESSRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   125
225713174|Lepeophtheirus_salmo ---------------------MPPKI-----TG--K--AA------------KK---------------------------------A-G---------K---AQKV---ITK----------------------------TDG-K-----KRSHKRKESYAIYIYKVLKQVHPDTGVSSKAMSIMNSFVNDIFERIAAESSRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-S------------------------   123
290561567|Lepeophtheirus_salmo ---------------------MPPKT-----TG--K--AA------------KK---------------------------------A-G---------K---AQKV---ITK----------------------------TDG-K-----KSSHKRKESYAIYIYKVLKQVHPDTGVSSKAMSIMNSFVNDIFERIAAESSRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   124
     1359480|Anopheles_gambiae ---------------------MPPKT-----SG--K--AA------------KK---------------------------------S-G---------K---AQKN---ISK----------------------------SDKK------KKRKTRKRATPIYIYKVLKQVHPDTGISSKAMSIMNSFVNDIFERIARK-SRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   123
      110749564|Apis_mellifera ---------------------MPPKA-----VG--K--AI------------KK---------------------------------A-I---------K---IPKN-VTINK----------------------------VEG-------KRKKKRKESYGVYIYKVLKQVHPDTGISSKAMSIMNSFVNDIFERIASEASRLSHYNKRSTITSREVQTAVRLLLPGELAKHAVSEGTKAVTKYTS-VNK----------------------   126
170074060|Culex_quinquefasciat ---------------------MPPKS-----AAVKT--VAASPTGTVAAAVKKAG--------------------------------A-G---------R---SKKN-IVKSS----------------------------GLEKT-----KKRKSRKESYAIYIYKVLKQVHPDTGISSKAMSIMNSFVNDVFERISAEASRLVHYNKRQTVTSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SRE----------------------   143
196008937|Trichoplax_adhaerens ---------------------MPAKA-----SK--K--GE------------KK---------------------------------A-G---------K---AKAT---AAA----------------------------SEKK------KRAKKRKESYSIYIYKVLKQVHPDTGISSKAMSIMNSFVQDIFERIANEASRLAQYNKRSTVTSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   124
260808729|Branchiostoma_florid ---------------------MAPGI-----SK--K--GE------------KK---------------------------------A-G---------K---SR-----MGG----------------------------TMER------RKKRKRKETYSVYIYKVLKQVHPDTGISSKAMNIMNSFVNDIFERIASEASRLAQYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   122
  124507297|Platygyra_sinensis ---------------------MAPKV-----AG--K--KG------------EKK--------------------------------A-G---------K---AK-----AAA----------------------------DGKK------KRRGKRKESYAIYIYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIATEASRLAHYNKKSTISSREIQTAIRLLLPGELAKHAVSEGTKA--------------------------------   115
      124507300|Favites_abdita ---------------------MAPKV-----AG--K--KG------------EKK--------------------------------A-G---------K---AK-----AAA----------------------------DGKK------KRRGKRKESYAIYIYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIATEASRLAHYNKKSTISSREIQTAIRLLLPGELAKHAVSEGTKA--------------------------------   115
291224395|Saccoglossus_kowalev ---------------------MPPKI-----SG--K--AA------------KK---------------------------------S-G---------K---AKAT---RPA----------------------------GDKR------KRKRGRKESYGIYIYKVLKQVHPDTGVSSKAMSIMNSFVNDIFERIATEASRLAHYNKRRTITSREVQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   124
291230432|Saccoglossus_kowalev ---------------------MPPKT-----SG--K--AA------------KK---------------------------------G-G---------K---AKAT---RPT----------------------------GDKR------KRKRGRKESYGIYIYKVLKQVHPDTGVSSKATSIMNSFVNDIFERIATEASTLAHYNKRRTITSREVQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   124
291223995|Saccoglossus_kowalev ---------------------MPPKT-----SG--K--AA------------KK---------------------------------G-G---------K---AKAT---RPT----------------------------GDKR------KRKRGRKESYGIYIYKVLKQVHPDTGVSSKAMSIMNSFVNDIFERIATEASRLAHYNKRRTITSREVQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   124
295792304|Epinephelus_coioides ---------------------MPDTT-----V---K--AA------------KKG--------------------------------S-K---------K---GATK--NVSK----------------------------SGNK------KRRTKRRESYAIYVYKVLKQVHPDTGISSKAMGIMNSFVSDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   125
196476807|Amblyomma_americanum ---------------------MPPQP-----SG--K--AI------------KK---------------------------------A-G---------K---AQKA---VRT----------------------------TDKK------KKKRRRKESFSIYIYKVLKQVHPDTGVSSKAMSIMNSFVNDIFERIAAEASRLAHYNKRSTITSREVQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   124
   241568982|Ixodes_scapularis ---------------------MPPQP-----SG--K--AI------------KK---------------------------------A-G---------K---AQKA---VRT----------------------------SDKK------KKKRRRKESFSIYIYKVLKQVHPDTGVSSKAMSIMNSFVNDIFERIAAEASRLAHYNKRSTITSREVQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   124
2564106|Chaetopterus_variopeda ---------------------MPPKV-----SS--K--GA------------KKA--------------------------------V-S---------K---SK-----APR----------------------------SGDK------KKRRKRRESYSIYVYKVMKQVHPDTGISSKAMSIMNSFVNDLFERIASEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   123
291226879|Saccoglossus_kowalev ---------------------MPPKA-----SG--K--AA------------KK---------------------------------G-G---------K---AKAA---ARG----------------------------GDKK------KRRRGRKESYGIYIYKVLKQVHPDTGVSSKAMSIMNSFVNDIFERIASEASRLAHYNKRRTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   124
195167243|Drosophila_persimili ---------------------MPPKT-----ASG-N--AT------------KK---------------------------------A-G---------K---AQKN-IHINT----------------------------TDKK------KRRKVRKESYAIYIYKVLKQVHPDTGVSSKAMSIMNSFVNDIFERIASEASRLGHYNKKSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   127
198469646|Drosophila_pseudoobs ---------------------MPPKT-----ASG-N--AT------------KK---------------------------------A-G---------K---AQKN-IHINT----------------------------TDKK------KRRKVRKESYAIYIYKVLKQVHPDTGVSSKAMSIMNSFVNDIFERIASEASRLGHYNKKSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   127
195374099|Drosophila_sechellia --------------------------------------------------------------------------------------------------------------------------------------------------------------ESYDIYIYKVLKQVPPDTGISAKAMSVMNSFGNDIFERIAAEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEATKAVTKYTS-SK-----------------------    91
         122034|Xenopus_laevis ---------------------MPEPA-----K-SAP--AP------------KKG--------------------------------S-K---------K---AVTK---TPK----------------------------KDGK------KRRKSRKESYAIYVYKVMKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-AK-----------------------   126
62286679|Rhacophorus_schlegeli ---------------------MPEPA-----K-SAP--AA------------KKG--------------------------------S-K---------K---AVSK---VQK----------------------------KDGK------KRRKSRKESYAIYVYKVLKQVHPDTGISSKAMSIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-AK-----------------------   126
         296405|Xenopus_laevis ---------------------MSDPA-----K-SAP--AA------------KKG--------------------------------S-K---------K---AVTK---TQK----------------------------KDGK------KRRKSRKESYAIYVYKVLKQVHPDTGISSKAMSIMNSFVNDVFERIAGEASRLAHYNKRSTITSREIQTAGRLLLPGELAKHAVSEGTKAVTKYTS-AK-----------------------   126
   62857833|Xenopus__Silurana_ ---------------------MPEPA-----K-SAP--AP------------KKG--------------------------------S-K---------K---AVSK---TQK----------------------------KDGK------KRRKSRKESYAIYVYKVLKQVHPDTGISSKAMSIMNSFVNDVFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-AK-----------------------   126
      148222089|Xenopus_laevis ---------------------MPEPA-----K-SAP--AP------------KKG--------------------------------S-K---------K---AVTK---TQK----------------------------KDGK------KRRKSRKESYAIYVYKVLKQVHPDTGISSKAMSIMNSFVNDVFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-AK-----------------------   126
  301627482|Xenopus__Silurana_ ---------------------MPDPA-----K-SAP--AV------------KKG--------------------------------S-K---------K---AVTK---TQK----------------------------KDGK------KRRKTRKESYAIYVYKVLKQVHPDTGISSKAMSIMNSFVNDVFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-AK-----------------------   126
  301628354|Xenopus__Silurana_ ---------------------MPDPV-----K-SAP--AA------------KKG--------------------------------S-K---------K---AVTK---TQK----------------------------KDGK------KRRKTRKESYAIYVYKVLKQVHPDTGISSKAMSIMNSFVNDVFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-AK-----------------------   126
  301623157|Xenopus__Silurana_ ---------------------MPEPA-----K-SAP--AP------------KKG--------------------------------S-K---------K---AVTK---TQK----------------------------KDGK------KRRKTRKESYAIYVYKVLKQVHPDTGISSKAMSIMNSFVNDVFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-AK-----------------------   126
  301623053|Xenopus__Silurana_ ---------------------MPEPA-----K-SAP--AA------------KKG--------------------------------S-K---------K---AVTK---TQK----------------------------KDGK------KRRKTRKESYAIYVYKVLKQVHPDTGISSKAMSIMNSFVNDVFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-AK-----------------------   126
   55742126|Xenopus__Silurana_ ---------------------MPDPA-----K-SAP--AP------------KKG--------------------------------S-K---------K---AVTK---TQK----------------------------KDGK------KRRKTRKESYAIYVYKVLKQVHPDTGISSKAMSIMNSFVNDVFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-AK-----------------------   126
         296216|Xenopus_laevis ---------------------MPDPA-----K-SAP--AA------------KKG--------------------------------S-K---------K---AVTK---TQK----------------------------KDGK------KRRKSRKESYAIYVYKVLKQVHPDTGISSKAMSIMNSFVNDVFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-AK-----------------------   126
  301621197|Xenopus__Silurana_ ---------------------MPDPA-----K-SAP--AA------------KKG--------------------------------S-K---------K---AVTK---TQK----------------------------KDGK------KRRKTRKESYAIYVYKVLKQVHPDTGISSKAMSIMNSFVNDVFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-AK-----------------------   126
47191279|Tetraodon_nigroviridi ----------------------PDPA-----KSS----AP------------KKG--------------------------------S-K---------K---AVTK---TAA----------------------------KGGK------KKKRTRKESYAIYVYKVLKQVHPDTGISSKAMSIMNSFVNDIFERIASEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   124
     211926888|Oryzias_latipes ---------------------MPEPA-----K-S----AP------------KKG--------------------------------S-K---------K---AVTK---TAG----------------------------KGGK------KKRKTRKESYAIYVYKVLKQVHPDTGISSKAMSIMNSFVNDIFERIASEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   124
47204595|Tetraodon_nigroviridi ---------------------MPEPA-----K-S----AP------------KKG--------------------------------S-K---------K---AVTK---TAS----------------------------KGGK------KKRRTRKGEYAIYVYKVLKQVHPDTGISSKAMSIMNSFVNDIFERIASEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   124
47218414|Tetraodon_nigroviridi ---------------------MPEPA-----K-S----AP------------KKG--------------------------------S-K---------K---AVTK---TAS----------------------------KGGK------KKRRTRKESYAIYVYKVLKQVHPDTGISSKAMSIMNSFVNDIFERIASEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   124
47225211|Tetraodon_nigroviridi ---------------------MPEPA-----K-S----AP------------KKG--------------------------------S-K---------K---AVTK---TAS----------------------------KGGK------KKKRTRKESYAIYVYKVLKQVHPDTGISSKAMSIMNSFVNDIFERIASEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   124
47225174|Tetraodon_nigroviridi ----------------------PEPA-----K-S----AP------------KKG--------------------------------S-K---------K---AVTK---TAS----------------------------KGGK------KKKRTRKESYAIYVYKVLKQVHPDTGISSKAMSIMNSFVNDIFERIASEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   123
47197159|Tetraodon_nigroviridi ----------------------PEPA-----K-S----AP------------KKG--------------------------------S-K---------K---AVTK---TAS----------------------------KGGK------KKKRTRKESYAIYVYKVLKQVHPDTGVSSKAMSIMNSFVNDIFERIASKASRLAHYKKRSTNTSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   123
47198055|Tetraodon_nigroviridi ----------------------PEPA-----K-S----AP------------KKG--------------------------------S-K---------K---AVTK---TAS----------------------------KGGK------KKKRTRKESYAIYVYKVLKQVHPDTGVSSKAMSIMNSFVNDIFERIASEASRLAHYNKRSTNTSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   123
 224094541|Taeniopygia_guttata ---------------------MPEPA-----K-SAP--AP------------KKG--------------------------------S-K---------K---AVTK---TQK----------------------------KGDK------KRKRARKESYSIYVYKVLKQVHPDTGISSKAMSIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTS-SK-----------------------   126
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